ABSTRACT We identified a strain of betacoronavirus BtKY72/Rhinolophus sp./Kenya/ 2007 (here BtKY72) from rectal swab samples in Kenyan bats. This paper reports the complete genomic sequence of BtKY72, which is closely related to BtCoV/BM48-31/ Bulgaria/2008, a severe acute respiratory syndrome (SARS)-related virus from Rhinolophus bats in Europe.
order: 5= UTR-ORF1ab-S-ORF3a-E-M-ORF6-ORF7a-ORF7b-N-3= UTR. Unlike SARS-CoV and other known SARS-CoV-related bat viruses, both ORF3b and ORF8 were absent in BtKY72. ORF8 was also missing in its closest neighbor, BtCoV/BM48-31 (15).
In conclusion, our study demonstrates that the SARS-related CoVs that were identified from Rhinolophus bats in China and Europe were also present in Kenyan Rhinolophus bats (Fig. 1) . The discovery of SARS-related CoVs in Kenyan bats adds to the diversity and geographic range of CoVs in Rhinolophus bats. The genome data for BtKY72 will facilitate understanding of the molecular evolutionary characteristics of bat SARS-related CoV.
Data availability. The complete genome sequence of BtKY72 is available in GenBank under the accession number KY352407.
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